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Abstract: A two-host-vector-borne infectious disease model was constructed to explore how vector feeding preferences and
changes in host community composition affect disease risk. The results showed that the changes of host community
composition may lead to dilution effect,amplification effect or no effect on the disease risk, which mainly depend on the
feeding preference and host competence ( the ability to obtain and transmit disease). When the vector has no feeding
preference and the two hosts have the same competence, R is a constant. When the vector has no feeding preference but
the competence of the two hosts is different,or the preferred host is just the low competence one, R, is monotonic. If the
proportion of high competence host increases , amplification effect will occur, otherwise, dilution effect will occur. When
there is no difference in the competence of the two hosts but the vector has feeding preference , or the preferred host is just
the high competence one, R, always increases first and then decreases with x,which can lead to both amplification effect
and dilution effect.
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